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Abstract Twenty-five primers produced unambiguous amplification products of 23 27 microsatellite-containing loci and two microsatellite-like polymorphic loci, with two to ten alleles 28 at each locus in the plant pathogenic fungus, Sclerotinia sclerotiorum. Haplotypes are 29 polymorphic among individuals sharing the same DNA fingerprint and DNA sequence haplotype, 30 facilitating epidemiological monitoring worldwide. Fourteen of these primers also successfully 31 amplified the closely related S. trifoliorum and S. minor. 32
33
Sclerotinia sclerotiorum causes such diseases as white mold and stem rot in agricultural 34 and native plants. Because of significant clonality in most populations of this haploid fungus, 35 DNA fingerprints (Kohn et al 1991; Kohli et al 1995) can be combined with multilocus DNA 36 sequence haplotypes to infer phylogenies that span both contemporary and less recent time scales 37 (Carbone et al 1999; Carbone and Kohn 2001) . Microsatellite loci, due to their high mutation 38 rates and multi-allelic nature, provide characters that can be scored for phylogenetic inference. Amplifications were performed in a Perkin-Elmer GeneAmp System 9700 Thermocycler 72 programmed for an initial denaturation at 95°C for 8 min, followed by 35 cycles of denaturation 73 at 95°C; primer annealing at 48 to 60°C (Table 1) ; and extension at 72°C for 60 -90s, with a 5 74 min extension at 72°C on the final cycle. PCR products were separated on a denaturing 75 polyacrylamide gel (Sequagel XR, National Diagnostics) using the Sequencing Gel 76 Electrophoresis System (Model S2, Life Technologies). 77
Twenty-three primer sets produced unambiguous, polymorphic amplicons of the 78 microsatellite-containing loci, as well as two microsatellite-like polymophic loci, in S. 79 sclerotiorum (Table 1) . Two primers 
